Fig. S2. Assessment of gene knockdown efficacy and spermatocyte purification from Dgcr8
and Dicer cKO males.
A-F Immunohistochemical localization of DGCR8 (A-C) protein on testis sections from wildtype (WT; A) and cKO (B) mice, together with a negative control IgG-stained WT section (C).
Immunohistochemical localization of DICER (D-F) protein on testis sections from WT (D) and cKO (E) mice, together with a negative control IgG-stained WT slide (F). Rabbit anti-DGCR8 antibody was obtained from Proteintech (10996-1) and rabbit anti-DICER antibody was obtained from Novus Biological (NBP1-71691). DICER localizes to the cytoplasm of spermatogonia and spermatocytes in WT testes (D, black arrows), while DGCR8 localization is strongest within the nucleus of primary spermatocytes (A, black arrowheads). Importantly, while DGCR8 signal is completely absent in cKO spermatocytes (B, white arrowheads), DICER signal persists in the cytoplasm of cKO males, albeit at reduced intensity (E, white arrows). Positive signal corresponds to strong brown staining, background signal intensity can be judged from the IgG controls.
G-H The relative abundance of the WT and knockout transcript isoforms of Dgcr8 (G) and
Dicer (H) were quantified in purified cells from two different stages of spermatogenesis, leptotene/zygotene (L/Z) and pachytene (Pach), from sibling mice of each genotype (WT: wild type; HET: heterozygote; and cKO). The knockout isoform of Dgcr8 was not detected in WT I RNA-Seq was used to quantify the transcript levels (CPM, Counts Per Million, as log10(CPM) values) of genes previously reported to show cell-type specific expression in the testis (Shima et al., 2004, Biol. Reprod. 71, 319-30) using the transcriptome sequencing analysis package edgeR to determine differential expression.
Table S1
The log 2 of the fold change (cKO CPM/wild-type CPM) for genes involved in doublestrand break formation and DNA damage repair, including for Atm. For Tables S1, S2 , and S4, log 2 fold change values representing more than a 1.5-fold upregulation appear red, and those representing more than a 1.5-fold downregulation appear blue. Significantly different log 2 fold change values (P < 0.05) are marked with an asterisk.
Table S2
The log 2 of the fold change (cKO CPM/wild-type CPM) for genes encoding shelterin proteins, which function to protect the telomeres.
Table S3
Individual CPM values determined by transcriptome sequencing for Atm.
Table S4
The log 2 of the fold change (cKO CPM/wild-type CPM) for genes transcriptionally regulated by ATM (Jang et al., 2010, Experimental & Molecular Medicine 42, 195-204; Takagi et al., 2015, Cell Reports 10, 957-967; Bruno et al., 2006, Cancer Cell. Dec; 10(6):473-86) 
